. Overview of forecASD model. Two Random Forest classifiers, one using BrainSpan gene expression and the other using the STRING network as predictors, are trained to discriminate high confidence autism genes (SFARI HC, scores 1 and 2) from a set of 1,000 genes drawn randomly from those not listed at all in the SFARI Gene database. Predictions are then made on the remainder of the genome, and these are combined with the out-of-bag (OOB) estimates from the training process to yield a prediction for each gene in the genome. A subsequent classifier is then trained using the output of these two RFs and previously published autism gene scores as predictive features, and again predictions are made on the remainder of the genome, with OOB predictions being used for those genes in the training set. The RF vote proportion for class "autism gene" is then the final forecASD score. 8 and BrainSpan gene expression level 9 . All models were fit as part of bivariate logistic regression models, where five TADA based scores were used as covariates to predict SFARI score 3 genes. Area under the ROC curve (AUROC) is shown for each method in parentheses in the legend.
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